
NCBI Taxonomy Database for Prokaryotic Curation

Shobha Sharma



Background: Type Strains in the NCBI Taxonomy Database

"sequence from type"[Filter] 



Method: Correcting Prokaryotic Genomes based on Average Nucleotide 
Identity (ANI)

All new submissions of prokaryotic genomes to GenBank are screened using ANI 

to known type assemblies. (96% ANI and 80% coverage)

Public genomes in GenBank have been evaluated against all confirmed type 
assemblies and this evaluation process is repeated whenever a new type 
assembly is submitted and confirmed



Result: Correctly Identified Genomes

Correct

Cannot be 
corrected now

Misidentified

ANI method relies heavily on correctly identified 
type assemblies

Multiple assemblies from type are excellent 
resource for evaluation

Taxonomy FTP file ‘typematerial.dmp’ in new_taxdump.tar.gz 
ftp://ftp.ncbi.nlm.nih.gov/pub/taxonomy/new_taxdump

GenBank gets ~1,000 prokaryotic 

genome submissions every 

week!

Since 2017, we corrected 

~2,100 new submissions

~800 species IDs have been 
corrected for public genomes 



Thank You!

Visit NCBI Exhibit Booth #433 for Lunch Time Demo/Talk 
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